Abstract
Dinucleotide repeats were found to outnumber other repeats
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In the present study, 147 miRNA-SSRs were discovered among 169 pre-miRNA genomic 1 4 2 transcripts of A. thaliana genome (Table. 1). We found that dinucleotide SSR repeats while no primers were designed for the remaining three SSRs including (AC) 7 associated 1 4 5 with miR164b, (AT) 7 associated with miR165b and and (TA) 10 associated with miR832A. Ten (10) different classes of dinucleotide SSR repeats were found in all premiRNA 1 4 7 transcripts of A.thaliana and the largest count of dinucleotide repeat was TA. (Fig.2) . While or distributed across the genome. As we observed such repeats, it would be interesting to 1 7 4 examine their locus specific polymorphism to allow their physically mapping. It would be 1 7 5
interesting to see if they can serve as unknown tagged sites which in turn would depend on 1 7 6 the presence of a particular sequence tagged region or sequence tagged sites (STS). These 1 7 7
STS' in principle can be used as potential markers. On the basis of the biogenesis of miRNAs in plants, a homology search-based method was 1 8 1 used to predict the targets for SSRs-containing miRNA in A. thaliana using psRNATarget. The SSR-containing miRNAs were used as queries to predict potential mRNA targets in the one gene (Table S1 ). Most of the SSR-containing miRNAs targeted a number of TFs families transport and nutrient assimilation ( Table 2) . The values of UPE for targeted gene ranged Factor Gene-Derived Microsatellite (TFGM) Markers which have potential in marker- cultivars for cereal crops (Gupta and Prasad, 2009; Kujur et al. 2013 Kujur et al. , 2014 Liu et al. 2015 ) . However in plants, (TFGM) markers have only been reported in chickpea and Medicago 1 9 7 truncatula to date (Kujur et al. 2013; Liu et al. 2015) . In order to predict the genes adjacent to SSR containing miRNAs, representing 5′ UTR and 2 0 1 3′ UTR sites TAIR 9 was manually curated. Based on length and chromosomal location, a 2 0 2 diverse set of adjacent genes were predicted both in n5′ UTR and 3′ UTR regions (Table. 2). of miR-SSR on adjacent genes and vice-versa need to be studied in detail.
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To evaluate the biological significance of the adjacent genes to SSR containing miRNAs in 2 0 7
Arabidopsis it is important to have the gene ontology (GO) descriptions i.e., detailed 2 0 8 annotations of gene function, biological process it is involved, and cellular location of the 2 0 9 gene product. The potential functions were predicted by searching against GO database using 2 1 0 agriGO and REVIGO server. Predicted adjacent transcripts were subjected to singular (https://www.arabidopsis.org/index.jsp). Adjacent genes were divided into 14 GO categories. Among the adjacent gene transcripts,
GOs associated with response to stimulus, cellular biosynthetic process, nitrogen compound Recombinational and mutational hot spots within the human lipoprotein lipase gene.
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